Key indicators: single-crystal X-ray study; T = 173 K; mean (S-C) = 0.002 Å; R factor = 0.031; wR factor = 0.073; data-to-parameter ratio = 12.5.
In the title compound, C 3 H 8 O 4 S 2 , the two central S-C(H 2 ) bond lengths are almost identical [1.781 (2) and 1.789 (2) Å ]. In the crystal, each molecule utilizes CH 2 and CH 3 bonds to form weak C-HÁ Á ÁO hydrogen bonds to six other molecules, thus linking molecules into a three-dimensional network.
Related literature
For the structures of similar compounds, see: Berthou et al. (1972) ; Glidewell et al. (1995 Glidewell et al. ( , 1996 ; Meehan et al. (1997) ; Zhang et al. (2009) . For information of the use of the title compound in the food industry, see: Awaleh et al. (2007) ; Gereben & Pusztai (2012 Refinement R[F 2 > 2(F 2 )] = 0.031 wR(F 2 ) = 0.073 S = 1.10 1441 reflections 115 parameters All H-atom parameters refined Á max = 0.42 e Å À3 Á min = À0.28 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: IPDS (Stoe & Cie, 2008); cell refinement: X-AREA (Stoe & Cie, 2008); data reduction: IPDS; program(s) used to solve structure: SHELXTL (Sheldrick, 2008) ; program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL.
Figure 1
The molecular structure of (I) showing the atomic numbering and 50% probability displacement ellipsoids. Extinction correction: SHELXTL (Sheldrick, 2008) , Fc * =kFc[1+0.001xFc 2 λ 3 /sin(2θ)] -1/4 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Bis(methylsulfonyl)methane
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.16353 (4) 1.01190 (7) 0.35533 (4) 0.01773 (15) 0.0216 (9) 0.0220 (9) 0.0267 (9) 0.0008 (7) 0.0044 (7) −0.0055 (8) C2 0.0240 (11) 0.0325 (12) 0.0479 (14) −0.0070 (9) 0.0031 (10) −0.0062 (10) C3 0.0170 (8) 0.0243 (9) 0.0218 (9) −0.0013 (7) 0.0024 (7) 0.0023 (7) O4 0.0295 (7) 0.0196 (6) 0.0273 (7) −0.0003 (5) 0.0047 (5) 0.0038 (5) O5 0.0189 (7) 0.0465 (9) 0.0327 (8) 0.0046 (6) 0.0053 (5) −0.0066 (7) O6 0.0145 (6) 0.0274 (7) 0.0325 (7) 0.0017 (5) 0.0019 (5) −0.0021 (6) O7 0.0273 (7) 0.0492 (10) 0.0292 (7) 0.0091 (7) −0.0061 (6) 0.0039 (7) 
